GAC GTA TTC AAA GAG AAT TAC GTC ACA CTA CCG GGT ACC GTT GAT GAG 2208 
Asp Val Phe Lys Glu Asn Tyr Val Thr Leu Pro Gly Thr Val Asp Glu 
725 730 735 

5 TGC TAT CCA ACG TAT TTA TAT CAG AAA ATA GAT GAG TCG AAA TTA AAA 22 56 

Cys Tyr Pro Thr Tyr Leu Tyr Gin Lys lie Asp Glu Ser Lys Leu Lys 
740 745 750 

GCT TAT ACC CGT TAT GAA TTA AGA GGG TAT ATC GAA GAT AGT CAA GAC 23 04 

10 Ala Tyr Thr Arg Tyr Glu Leu Arg Gly Tyr lie Glu Asp Ser Gin Asp 
755 760 765 

TTA GAA ATC TAT TTG ATC CGT TAC AAT GCA AAA CAC GAA ATA GTA AAT 2352 
Leu Glu lie Tyr Leu lie Arg Tyr Asn Ala Lys His Glu lie Val Asn - 
15 770 775 780 

GTG CCA GGC ACG GGT TCC TTA TGG CCG CTT TCA GCC CAA AGT CCA ATC 2400 

Val Pro Gly Thr Gly Ser Leu Trp Pro Leu Ser Ala Gin Ser Pro He 
785 790 795 800 

20 

f-j GGA AAG TGT GGA GAA CCG AAT CGA TGC GCG CCA CAC CTT GAA TGG AAT 2448 

Gly Lys Cys Gly Glu Pro Asn Arg Cys Ala Pro His Leu Glu Trp Asn 
805 810 815 

2S\ CCT GAT CTA GAT TGT TCC TGC AGA GAC GGG GAA AAA TGT GCA CAT CAT 24 96 

jjT Pro Asp Leu Asp Cys Ser Cys Arg Asp Gly Glu Lys Cys Ala His His 

H 820 825 330 

* M TCC CAT CAT TTC ACC TTG GAT ATT GAT GTT GGA TGT ACA GAC TTA AAT 2 544 

30 Ser His His Phe Thr Leu Asp He Asp Val Gly Cys Thr Asp Leu Asn 

lZ 835 840 845 

|J GAG GAC TTA GGT GTA TGG GTG ATA TTC AAG ATT AAG ACG CAA GAT GGC 2 592 

Iw Glu Asp Leu Gly Val Trp Val He Phe Lys He Lys Thr Gin Asp Gly 

3£j 850 855 860 

CAT GCA AGA CTA GGG AAT CTA GAG TTT CTC GAA GAG AAA CCA TTA TTA 2 64 0 

His Ala Arg Leu Gly Asn Leu Glu Phe Leu Glu Glu Lys Pro Leu Leu 

865 870 875 880 

40 

GGG GAA GCA CTA GCT CGT GTG AAA AGA GCG GAG AAG AAG TGG AGA GAC 2688 
Gly Glu Ala Leu Ala Arg Val Lys Arg Ala Glu Lys Lys Trp Arg Asp 
885 890 895 

45 AAA CGA GAG AAA CTG CAG TTG GAA ACA AAT ATT GTT TAT AAA GAG GCA 2736 
Lys Arg Glu Lys Leu Gin Leu Glu Thr Asn He Val Tyr Lys Glu Ala 
900 905 910 

AAA GAA TCT GTA GAT GCT TTA TTT GTA AAC TCT CAA TAT GAT AGA TTA 2 784 

50 Lys Glu Ser Val Asp Ala Leu Phe Val Asn Ser Gin Tyr Asp Arg Leu 
915 920 925 
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CAA GTG GAT ACG AAC ATC GCA ATG ATT CAT GCG GCA GAT AAA CGC GTT 2832 
Gin Val Asp Thr Asn He Ala Met He His Ala Ala Asp Lys Arg Val 
930 935 940 

5 CAT AGA ATC CGG GAA GCG TAT CTG CCA GAG TTG TCT GTG ATT CCA GGT 2 880 

His Arg He Arg Glu Ala Tyr Leu Pro Glu Leu Ser Val lie Pro Gly 
945 950 955 960 

GTC AAT GCG GCC ATT TTC GAA GAA TTA GAG GGA CGT ATT TTT ACA GCG 2928 
10 Val Asn Ala Ala He Phe Glu Glu Leu Glu Gly Arg He Phe Thr Ala 

965 970 975 

TAT TCC TTA TAT GAT GCG AGA AAT GTC ATT AAA AAT GGC GAT TTC AAT 2 976 

Tyr Ser Leu Tyr Asp Ala Arg Asn Val He Lys Asn Gly Asp Phe Asn - 
15 980 985 990 

AAT GGC TTA TTA TGC TGG AAC GTG AAA GGT CAT GTA GAT GTA GAA GAG 3024 

Asn Gly Leu Leu Cys Trp Asn Val Lys Gly His Val Asp Val Glu Glu 
995 1000 1005 

20 

CAA AAC AAC CAC CGT TCG GTC CTT GTT ATC CCA GAA TGG GAG GCA GAA 3 072 

,r| Gin Asn Asn His Arg Ser Val Leu Val He Pro Glu Trp Glu Ala Glu 
1010 1015 1020 

23^ GTG TCA CAA GAG GTT CGT GTC TGT CCA GGT CGT GGC TAT ATC CTT CGT 312 0 

JT Val Ser Gin Glu Val Arg Val Cys Pro Gly Arg Gly Tyr He Leu Arg 
H 1025 1030 1035 1040 

Ul GTC ACA GCA TAT AAA GAG GGA TAT GGA GAG GGC TGC GTA ACG ATC CAT 3168 
3Cf Val Thr Ala Tyr Lys Glu Gly Tyr Gly Glu Gly Cys Val Thr He His 
'[Z 1045 1050 1055 

if GAG ATC GAA GAC AAT ACA GAC GAA CTG AAA TTC AGC AAC TGT GTA GAA 3216 
Glu He Glu Asp Asn Thr Asp Glu Leu Lys Phe Ser Asn Cys Val Glu 
35^ 1060 1065 1070 

GAG GAA GTA TAT CCA AAC AAC ACA GTA ACG TGT AAT AAT TAT ACT GGG 3 2 64 

Glu Glu Val Tyr Pro Asn Asn Thr Val Thr Cys Asn Asn Tyr Thr Gly 

1075 1080 1085 

40 

ACT CAA GAA GAA TAT GAG GGT ACG TAC ACT TCT CGT AAT CAA GGA TAT 3 312 

Thr Gin Glu Glu Tyr Glu Gly Thr Tyr Thr Ser Arg Asn Gin Gly Tyr 

1090 1095 1100 

45 GAC GAA GCC TAT GGT AAT AAC CCT TCC GTA CCA GCT GAT TAC GCT TCA 3 36 0 

Asp Glu Ala Tyr Gly Asn Asn Pro Ser Val Pro Ala Asp Tyr Ala Ser 
1105 1110 1115 1120 

GTC TAT GAA GAA AAA TCG TAT ACA GAT GGA CGA AGA GAG AAT CCT TGT 3408 
50 Val Tyr Glu Glu Lys Ser Tyr Thr Asp Gly Arg Arg Glu Asn Pro Cys 

1125 1130 1135 
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GAA TCT AAC AGA GGC TAT GGG GAT TAC ACA CCA CTA CCG GCT GGT TAT 
Glu Ser Asn Arg Gly Tyr Gly Asp Tyr Thr Pro Leu Pro Ala Gly Tyr 
1140 1145 1150 

GTA ACA AAG GAT TTA GAG TAC TTC CCA GAG ACC GAT AAG GTA TGG ATT 
Val Thr Lys Asp Leu Glu Tyr Phe Pro Glu Thr Asp Lys Val Trp lie 
1155 1160 1165 

GAG ATC GGA GAA ACA GAA GGA ACA TTC ATC GTG GAT AGC GTG GAA TTA 
Glu He Gly Glu Thr Glu Gly Thr Phe He Val Asp Ser Val Glu Leu 

1170 1175 1180 

CTC CTT ATG GAG GAA 
Leu Leu Met Glu Glu 
1185 



(2) INFORMATION FOR SEQ ID NO : 4 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1189 amino acids 

(B) TYPE: amino acid 
(D ) TOPOLOGY : 1 inear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 : 

Met Glu Glu Asn Asn Gin Asn Gin Cys He Pro Tyr Asn Cys Leu Ser 
15 10 15 

Asn Pro Glu Glu Val Leu Leu Asp Gly Glu Arg He Ser Thr Gly Asn 
20 25 30 

Ser Ser He Asp He Ser Leu Ser Leu Val Gin Phe Leu Val Ser Asn 
35 40 45 

Phe Val Pro Gly Gly Gly Phe Leu Val Gly Leu lie Asp Phe Val Trp 
50 55 60 

Gly He Val Gly Pro Ser Gin Trp Asp Ala Phe Leu Val Gin He Glu 
65 70 '75 80 

Gin Leu lie Asn Glu Arg He Ala Glu Phe Ala Arg Asn Ala Ala lie 
85 90 95 

Ala Asn Leu Glu Gly Leu Gly Asn Asn Phe Asn lie Tyr Val Glu Ala 
100 105 110 

Phe Lys Glu Trp Glu Glu Asp Pro Asn Asn Pro Ala Thr Arg Thr Arg 
115 120 125 

Val He Asp Arg Phe Arg lie Leu Asp Gly Leu Leu Glu Arg Asp lie 
130 135 140 
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